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The origins and dispersal of farming and pastoral nomadism in southwestern Asia are complex, and there is
controversy about whether they were associated with cultural transmission or demic diffusion. In addition, the
spread of these technological innovations has been associated with the dispersal of Dravidian and Indo-Iranian
languages in southwestern Asia. Here we present genetic evidence for the occurrence of two major population
movements, supporting a model of demic diffusion of early farmers from southwestern Iran—and of pastoral
nomads from western and central Asia—into India, associated with Dravidian and Indo-European–language dis-
persals, respectively.
Farming and animal domestication are recent phenom-
ena in human history, occurring from 10,000 years be-
fore present (YBP) onward. Farming arose indepen-
dently in several parts of the world, including in a region
in the Middle East known as the “Fertile Crescent,”
which extends from Israel through northern Syria to
western Iran. From this region, agriculture expanded in
both western and eastern directions. The expansion to-
ward Europe is the most thoroughly studied (Ammer-
man and Cavalli-Sforza 1984) and began ∼9,000 YBP.
The spread of the farming economy toward the east,
into the area from Iran to India, started a little later,
between the 6th and the 5th millennia B.C. The Neolithic
revolution in the Iranian region and in the Indus valley
reached its zenith by 6,000 YBP and involved strong
urban civilizations such as the Sumerian, the Elamite,
and the Harappan. Another major innovation, probably
beginning later than agriculture, was the domestication
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of animals, which is thought to have led to dramatic
population expansions in Eurasia. Pastoral nomadism
developed in the grasslands of central Asia east of the
Volga-Don region, as well as in southeastern Europe,
opening up the possibility of rapid movements of large
population groups (Zvelebil 1980). The spread of these
new technologies has been associated with the dispersal
of Dravidian and Indo-Iranian languages in southern
Asia (Renfrew 1987; Cavalli-Sforza 1988). Specifically,
Elamo-Dravidian languages (Ruhlen 1991), which may
have originated in the Elam province (Zagros Moun-
tains, southwestern Iran), are now confined to south-
eastern India and to some isolated groups in Pakistan
and northern India. It is hypothesized that the proto–
Elamo-Dravidian language, spoken by the Elamites in
southwestern Iran, spread eastward with the movement
of farmers from this region (Cavalli-Sforza et al. 1994;
Renfrew 1996). A later episode, the arrival of pastoral
nomads from the central Asian steppes to the Iranian
plateau, ∼4,000 YBP, brought with it the Indo-Iranian
branch of the Indo-European language family, which
eventually replaced Dravidian languages in Iran and
most of Pakistan and northern India, perhaps by an elite-
dominance process (Renfrew 1987, 1996; Cavalli-Sforza
1988). The incursion of these “Aryan” peoples coincided
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Table 1





SOURCEHG 9 HG 3
Iran:c
Azarbaijan 83 34 17 Present study
Zagros Mountains 34 59 6 Present study
Western Caspian 32 53 3 Present study
Eastern Caspian 25 56 20 Present study
Tehran region 50 30 14 Present study
Central-north 79 39 9 Present study
Central-south 72 38 17 Present study
Eastern provinces 26 35 31 Present study
Pakistan 708 18 32 Present study
India:
Gujurat 58 19 26 Present study
Jaunpur 152 NT 20 Zerjal et al. (1999)
Indians mixed 72 NT 15 Hammer et al. (1998)
Uttar Pradesh 62 7 NT Semino et al. (1996)
Sri Lanka 83 NT 15 Hammer et al. (1998)
Middle East:
Lebanon 24 46 4 Hammer et al. (2000)
Syria 91 57 9 Hammer et al. (2000)
Palestine 73 51 0 Hammer et al. (2000)
Europe:
Turkey 167 33 5 Rosser et al. (2000)
Russia 122 4 47 Rosser et al. (2000)
Ukraine 27 0 30 Rosser et al. (2000)
Latvia 34 0 41 Rosser et al. (2000)
Poland 112 4 54 Rosser et al. (2000)
Greece 36 28 8 Rosser et al. (2000)
Italy 99 20 2 Rosser et al. (2000)
Spain 126 3 2 Rosser et al. (2000)
Africa:
Algeria 27 41 0 Rosser et al. (2000)
Sub-Saharan Africa 199 1 0 Hammer et al. (2000)
a Data from the present study are underlined.
b For HG 9 and HG 3, the allelic-state combinations of the 11
biallelic markers analyzed—SRY-1532, YAP, SRY-8299, sY81, 12f2,
M9, 92R7, SRY-2627, LLY22g, Tat, and RPS4Y—are G, Alu-, G, A,
8 kb, C, C, C, C, T, and C; and A, Alu-, G, A, 10 kb, G, T, C, C, T,
and C, respectively. NT p not tested.
c Divided on the basis of geographical origin (ascertained until the
grandfather’s generation): Zagros Mountains (Kordestan, Lorestan,
Elam and Khuzestan), western Caspian (Gilan), eastern Caspian (Ma-
zandaran), central-north (Zanjan, Markazi, Hamadan, and Semnan),
central-south (Fars, Esfahan, and Hormozgan), and eastern provinces
(Khorasan, Baluchestan, and Kerman).
with the decadence of important Neolithic cultures, such
as the Harappan civilization, by ∼3,000–4,000 YBP.
To date, there is little genetic evidence to support or
contradict these linguistic and archeological observations,
and the genetic impact of these events has not been eval-
uated. In the present study, a set of 459 Y chromosomes
from several populations located in a key geographical
position between the Fertile Crescent, central Asia, the
Indus valley, and northern India (table 1) were analyzed,
and the results were compared with data from neighbor-
ing Pakistani populations. Y-chromosome haplogroups
(HGs) were defined by the analysis of 11 biallelic markers
(SRY-1532, YAP, SRY-8299, sY81, 12f2, M9, 92R7, SRY-
2627, LLY22g, Tat, andRPS4Y) (Bergen et al. 1999; Ros-
ser et al. 2000, and references therein). Two Y-chromo-
some lineages, HG 9 and HG 3, show frequency clines
that may reflect population movements in southwestern
Asia (fig. 1A and B). The frequency distribution of these
two HGs in the study populations is reported in table 1,
together with relevant data from the literature. HG 9,
defined by the 12f2 deletion, is largely confined to cau-
casoid populations, with its highest frequencies being
found in Middle Eastern populations (fig. 1A). This HG
has been proposed as an indicator of the demic diffu-
sion of farming in Europe (Semino et al. 1996). In Ira-
nian populations, HG 9 shows very high frequencies
(∼30%–60%). Populations from the southeastern Cas-
pian region and the Zagros Mountains exhibit the highest
frequencies so far observed (∼60%) (fig. 1A). High fre-
quencies of HG 9 have been found throughout the Fertile
Crescent region (Hammer et al. 2000): Palestinians, 51%;
Lebanese, 46%; and Syrians, 57%. The incidences of HG
9 in Pakistan (18%) and northern India (19%) indicate
a decreasing-frequency cline from Iran toward India.
The most likely region of origin of a given HG can
be recognized on the basis of two characteristics: it has
the highest frequency and the highest diversity. Found-
er effects and drift in small populations can also lead to
high HG frequencies, but this will usually affect neigh-
boring populations differently and be accompanied by
low diversity. Genetic diversity within HG 9 was there-
fore examined by the typing of HG-9 chromosomes
from populations in Iran, Pakistan and India, at six mi-
crosatellite loci (DYS19, DYS388, DYS390, DYS391,
DYS392, and DYS393). If the number of mutations has
been low, the haplotype (Ht) that underwent expansion
is likely to be the one with the most common allele for
each short tandem repeat (STR) (in this case, Ht 13: 14-
15-23-10-11-12). This Ht is present in our sample and
is most frequent in the Iranian populations examined,
as illustrated in the median-joining network (Bandelt et
al. 1999) (fig. 2). Both the high incidence and the glob-
al haplotypic diversity of Iranian HG-9 chromosomes
( ), which are scattered throughout the median-Dp .97
joining network, suggest that this region was the geo-
graphical origin of HG 9. Consistently, high haplotypic-
diversity values of HG-9 chromosomes are also observed
in the Zagros Mountains ( ) and southeasternDp .97
Caspian regions ( ), where HG 9 exhibits its high-Dp .98
est frequencies. These STR diversity values argue against
drift being responsible for the increased HG-9 frequencies
in these regions. Altogether, the clinal variation and hap-
lotypic diversity of this Y-chromosomal lineage support
a model in which farming dispersal was accompanied
by major population movements, probably originating
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Figure 1 Frequency distribution of HG-9 (A) and HG-3 (B) Y chromosomes in southwestern Asia. The large map represents published
data, and the inset represents new data. The comparative data are from Semino et al. (1996), Hammer et al. (1998), Zerjal et al. (1999),
Hammer et al. (2000), and Rosser et al. (2000).
in what was historically defined as Elam, towards the
Indus valley, and this movement was associated with the
dispersal of Dravidian languages (Renfrew 1996).
HG 3, defined by a back mutation at SRY-1532, is
virtually absent from African, eastern Asian, and Native
American populations and is found at its highest fre-
quency in central Asia (Hammer et al. 1998; Karafet et
al. 1999; Zerjal et al. 1999)—Russia, 50% and the Altai,
52%—with a decreasing-frequency cline westward into
Europe (Zerjal et al. 1999; Rosser et al. 2000); this evi-
dence suggests central Asia as the source region of this
marker. The distribution of HG 3 in Iran shows marked
differences between western and eastern provinces (south-
western Caspian [3%] vs. eastern provinces [31%]) (fig.
1B), with a decreasing-frequency cline towards India
(Pakistan [32%], northern India [26%]). When the very
low frequencies of HG 3 in the Middle East (Hammer et
al. 2000) are taken into account, the frequency pattern
of HG 3 in southwestern Asia (table 1) supports the idea
that Indo-European speakers spread from Central Asia
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Figure 2 Median-joining network (Bandelt et al. 1999) showing phylogenetic relationships of Iranian Y-chromosomes Hts within HG 9.
The network contains 44 Y-microsatellite Hts represented in a sample of 80 Y chromosomes. Microsatellite Hts, defined by states at six
microsatellite loci—DYS19, DYS388, DYS390, DYS391, DYS392 and DYS393—are represented by circles with area proportional to their
frequencies in the sample. Branch lengths are proportional to the number of mutational steps and parallel links in a reticulation represent the
same mutational changes. The putative ancestral Ht, Ht 13 (14-15-23-10-11-12), is labeled with an asterisk (*).
into modern Iran via an eastern-Caspian route, as well as
into India. The relatively high frequency and haplotypic
diversity ( ) of HG 3 in our Indian sample suggestsDp .90
that the number of individuals entering from the west was
large. This view is supported by the presence of HG 3
throughout most of the Indian subcontinent (table 1),
showing that this lineage spread over a vast area.
As a result of coalescence analysis, the mutations de-
fining HG 9 and HG 3 have been dated to ∼14,800 and
∼7,500 YBP, respectively (Karafet et al. 1999; Hammer
et al. 2000). We have used microsatellite-diversity anal-
ysis to estimate the most recent common ancestor of our
set of Iranian, Pakistani, and Indian HG-9 and HG-3
chromosomes, through use of the mean variance of mi-
crosatellite repeats, averaged across the six loci (Slat-
kin 1995; Kittles et al. 1998). We have estimated a Y-
chromosomal microsatellite mutation rate by pooling
the data available in the literature (Heyer et al. 1997;
Bianchi et al. 1998; Foster et al. 1998; Kayser et al.
2000), for the six microsatellite loci used in our study.
Thus, 10 mutational events in a total of 5,431 meio-
ses were observed, giving an average mutation-rate (m)
estimate of (95% confidence interval [CI]31.8# 10
). The coalescence times obtained4 39.8# 10 –3.1# 10
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Table 2
Estimated Ages for HG 9 and HG 3 in Southwestern Asia
HG AND REGION
(MEAN VARIANCEa)
AGEb (95% CIc) AT
GENERATION TIME p
20 Years 30 Years
HG 9:
Iran (.57) 6,300 (3,700–11,600) 9,500 (5,500–17,400)
Pakistan (.47) 5,200 (3,000–9,600) 7,800 (4,500–14,400)
India (.36) 4,000 (2,300–7,300) 6,000 (3,500–11,000)
HG 3:
Iran (.38) 4,200 (2,500–7,800) 6,300 (3,700–11,600)
Pakistan (.37) 4,100 (2,400–7,600) 6,200 (3,600–11,300)
India (.33) 3,700 (2,100–6,700) 5,500 (3,200–10,100)
a Of the microsatellite repeats, averaged across loci.
b YBP. An average m of 0.18% per locus per generation was
assumed.
c The 95% CI of the m estimate was taken into account in the
calculation of the 95% CI ( ) for the coalescence4 39.8# 10 –3.1# 10
estimates.
(table 2) provide an upper-limit estimate for the time when
the populations carrying these HGs started to expand in
size in the areas considered here. However, coalescence-
time estimates must be interpreted with caution. Several
factors—such as the distinctive demographic histories of
the populations sampled and the diverse mutation rates
of microsatellite loci among different Y-chromosome
backgrounds (or HGs)—may distort estimates of age.
Consequently, the history of this single locus is not nec-
essarily the history of the population, because of drift,
selection, or male-specific behavior.
Despite the important stochastic component of Y-chro-
mosome diversity, clinal variation within Europe has been
observed (Semino et al. 1996; Zerjal et al. 1997; Mala-
spina et al. 1998; Casalotti et al. 1999; Quintana-Murci
et al. 1999; Hill et al. 2000; Rosser et al. 2000; Semino
et al. 2000), and the same trend seems to emerge from
our data from Asia. The geographical distribution, ob-
served clines, and estimated ages of HG-9 and HG-3
chromosomes in southwestern Asia all support a model
of demic diffusion of early farmers from southwestern
Iran—and nomads from western and central Asia—into
India, bringing the spread of genes and culture (including
language) to southwestern Asia. Although alternative,
more complex explanations are possible, the analysis of
the modern male-specific gene pools in these populations
suggests that major demographic events, involving mi-
gration and admixture, accompanied these important
historical and linguistic events.
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